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<160> 12 



<170> Microsoft Office 97 



<210> 
<211> 
<212> 
<213> 



1 

1201 
DNA 

Zea mays 



<400> 1 

tcgagctcga 

caactcgctc 

tgcaagcccc 

cacggctgcg 

cgtgctctcg 

gtacggcggt 

gctgctctcc 

ttcctggctg 

cgcgctcacc 

ttccctcatc 

tatcaccgct 

cgtggacgcc 

cgttgccgcc 

gattgccgct 

ggcggaccgt 

gatggtggct 

cgcccttgca 

tctgcttgag 

atgccttcat 

agactaaact 

a 




gctcgagccc 
cttccagtcc 
cttgccgccc 
ccgtctcctt 
gaggcgctcc 
gcggcgatga 
tgcgtcggcc 
ctgcgcgtcg 
atggaggtcg 
aacatcgcgg 
cgcccgtctc 
accgtcctcc 
gacgagactg 
gccg-cgggcg 
aatgaccctg 
gacgggaagg 
caaggtgtac 
attczcacag 
ggtaztttcc 
caagatigca 



cagtcaccgc 
catccccgcc 
ctacttgccg 
cgtcggctgc 
cttttattca 
agtccccgga 
tccgccccgt 
gcgtcgagcc 
tcgagatggt 
gaggcaccgc 
caaatgcagc 
atcccatcat 
ggcaagccca 
ccgagaagct 
ggagcctggt 
tagctggtgg 
acaccgcaag 
acgagggcac 
tgtgcctctt 
ataagactac 



agccatgctc 



gccgtcgggc 
tcgc^gccgc 
cgctgccacc 
gcgattcaaa 
gctgcaggcg 
gcttgttcac 
gcagttccgc 
gctagtcggg^ 
cattggtctg 
ggcgctggga 
cgccgcggge 
taacatcaai 
gctgttgcrc 
gaaggtggtc 
gatgataccc 
tatcattgar 
aggcaccacg 
ttctcatatt 
ctaagtfcgc 



ctcacgaaac 
cctactctca 
ctccgcatct 
gcgtcgctga 
ggcaagacgg 
tccgtgatcc 
ggcggcggtc 
gacggcctcc 
aaggtcaaca 
gcggcaagg 
tcgtcggcg 
cat at cc egg 
gc^gataegg 
acagatgtgt c 
gacat-^gctc 
aaggtggagt 
gggcgtgttc 
atcactggct 
gttgtgtt x tt 
ttgaaaaaa^a 



ctacctctc 
ctccaacca 
cgccacatc 
tcgagtgga 
ggtggtcaa 
egatctegt 
ggagattaa 
cgtcacgga 
aaaccttgt 
cgcgcgcct 
ggtttcgcg 
tatcgccac 
ggctggcga 
zggcatttt 
gggtgcggaa 
gttgtgttca 
zacactctct 
gagctgette 
a -ggctatgt 
aaaaaaaaaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1201 



<210> 2 

<211> 345 

<212> PRT 

<213> Zea mays 

<400> 2 

Met Leu Leu Thr Lys Pro Tyr Leu Ser Asn Ser Leu Leu Pre Val \Pro 
1*5 10 15 



Ser Pro Pro Pre Ser Gly Pro Thr Leu Ser Ser Asn His Ala Ser Pro 
20 25 3C 



1 



WO 00/04168 PCTAJS99/15931 



Leu Ala Ala Pre Thr Cys Arg Arg Ser Arg Leu Arg lie Ser Ala Thr 
35 40 45 

Ser Thr Ala Ala Pro Ser Pro Ser Ser Ala Ala Ala Ala Thr Ala Ser 
50 ' 55 60 

Leu Ser Arg Val Asp Val Leu Ser Glu Ala Leu Pro Phe lie Gin Arg 
65 70 75 80 

Phe Lys Gly Lys Thr Val Val Val Lys Tyr Gly Gly Ala Ala Met Lys 
85 90 95 

Ser Pro Glu Leu Gin Ala Ser Val lie Arg Asp Leu Val Leu leu Ser 
100 105 * n: 

Cys Val Gly Leu Arg Pro Val Leu Val His Gly Gly Gly Pre Glu lie- 
115 120 125 

Asn Ser Trp Leu Leu Arg Val Gly Val Glu Pro Gin Phe Arg Asp Gly 
130 135 140 

Leu Arg Val Thr Asp Ala Leu Thr Met Glu Val Val Glu Me* Val Leu 
145 150 . 155 160 

Val Gly Lys Val Asn Lys Asn Leu Val Ser Leu lie Asn lie Ala Gly 
165 170 175 

Gly Thr Ala lie Gly Leu Cys Gly Lys Asp Ala Arg Leu lie Thr Ala 
180 185 190 

Arg Pro Ser Pro Asn Ala Ala Ala Leu Gly Phe Val Gly Glu Val Ser 
195 200 205 

Arg Val Asp Ala Thr Val Leu His Pro lie lie Ala Ala Gly His He 
210 215 220 

Pro Val lie Ala Thr Val Ala Ala Asp Glu Thr Gly Gin Ala Tyr Asn 
225 230 235 240 

He Asn Ala Asp Thr Ala Ala Gly Glu He Ala Ala Ala Val Gly Ala- 
245 250 255 

Glu Lys Leu Leu Leu Leu Thr Asp Val Ser Gly He Leu Ala Asp Arg 
26G 265 " 27C 

Asn Asp Pro Gly Ser Leu Val Lys Val Val Asp He Ala Glv Val Arg 
275 280 285 

Lys Met Val Ala Asp Gly Lys Val Ala Gly Gly Met lie Pro Lys Val 
290 295 300 

Glu Cys Cys Val His Ala Leu Ala Gin Gly Val His Thr Ala Ser He 
305 310 315 320 

He Asp Gly Ar; Val Pro His Ser Leu Leu Leu Glu He Leu Thr Asp 
* 325 330 335 

Glu Gly Thr Giy Thr Met He Thr Gly 
34C 345 



0 



t 
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<210> 3 

<211> 1186 

<212> DNA 

<213>- Oryza sariva 



<400> 3 






gcacgagtac 


agcgc 


cgccg 


ctctttcctc 


ccatc 


cacgc 


catcgccgcc 


tctcc 


cgccc 


gccggctgct 


tcgtc 


ggcgg 


ggcgctcccc 


ttca- 


ccagc 


ggcgatgaag 


tcgcc 


ggagc 


cgtcggcctc 


caccc 


cgtgc 


ccgcgtcggc 


gtcga 


gccgc 


ggaggtcgtc 


gagar. 


ggtgc 


actcccgggg 


gggag 


cgccg 


gccctccccg 


aanga 


aaagg 


cgtcctccac 


ccaai 


catcg 


cgagaccggg 


caggc 


craca 


ggtcggcgcg 


gagaa 


gctgt 


tgaccccggg 


agtcr 


ggtga 


cgggcaggta 


gctgg 


zggga 


gggcgtgcac 


actgc 


aagca 


tctcacagat 


gaggc 


cactg 


tattctccgg 


tgccz 


ctctt 


ttgcaataag 


aattg 


tattc 



ccgccgccat gctcctcgcg 
gggrgtcrag ccccgctccg 
czcgacgcrg cctccgtctc 
aggcggcggc ggcgctgagc 
gcrtcaaggg gaagaccgtg 
tccaggctrc agtgatccgc 
tcgtccacgg cggcgggccc 
agttccggaa cggcctccgc 
tcgtccgcaa ggtcaacaaa 
taagtctctg ttggaaggaa 
gccttcggct tgtcggcggg 
cctccggtca catcccggtc 
acatcaacgc tgacacggcg 
tgctgctcac agatgtgtcc 
aagagarcga cattgctggg 
tgataccgaa ggrggaatgc 
tcatcgatgg gcgtgtcccg 
gcactatgat cactggctga 
cccatactgt aatgtaattt 
ctcaaaaaaa aaaaaaaaaa 



aagccccacc zctcctcctc 60 

ggccccaacc acgcaaagcc 120 

"fccgtcacat ccgccgcggc 180 

cgcgtggatg -gctctcaga 24 0 

gtggtgaagt acggcggcgc 300 

gacctggtcc .cctctcgtg 360 

gagatcaact -crggctgct 420 

gtcactgacg cgctcaacat 4 80 

gaactcctct ccctcatcaa 540 

gctcgcctcc rcaacgagcg 600 

gtctggcgcg -ggacgccac 660 

atcgccactg rgggcgccga 720 

gccggcgaga icgccgccgc 780 

ggaattctgg ccgaccgtaa 84 0 

gtgcggcaga -ggtggccga 900 

tgcgtgcgtg ccctcgcaca 960 

cacrcgtrgc zgctcgagat 1020 

ggrgattcat cccgtcgtgg 1080 

gcatttgata -g.cctcatga 114 0 

aaaaaa 1186 



<210> 4 

<211> 343 

<212> PRT 

<213>, Oryza sativa 

<220> 

<221> UNSURE 
<222> (195) 

<400> 4 

Met Leu Leu Ala Lys Pre His Leu Ser Ser Ser Ser Phe Leu Pro Ser 
15 10 15 

Thr Arg Val Ser Ser Pro Ala Pro Gly Pro Asn His Ala Lys Pro He 
20 ' 25 30 



Ala Ala Ser Pro .-.la Pro Arg Arg Cys Leu Arg Leu Ala Val Thr Ser 

35 40 45 

■> 

Ala Ala Ala Pre Ala Ala Ser Ser Ala Glu Ala Ala Ala Ala Leu Ser 
50 55 60 

Arg Val Asp Vai leu Ser Glu Ala Leu Pro Phe He Gin Arg Phe Lys 
65 70 75 80 



Gly Lys Thr Vai Val Vai Lys Tyr Gly Gly Ala Ala Met Lys Ser Pro 
35 90 95 

Glu Leu Gin Ala Ser Vai He Arg Asp Leu Val Leu Leu Ser Gys Val 
100 105 110 
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Gly Leu His Pro Ysl Leu Val His Giy Gly Giy Pro Glu He Asn Ser 
115 120 125 

Trp Leu Leu Arg Val Gly Val Glu Pro Gin Phe Arg Asn Giy Leu Arg 
130 135 140 

Val Thr Asp Ala Leu Asn Met Glu Val Val Glu Met Val Leu Val Arg 
145 150 155 160 

Lys Val Asn Lys Glu Leu Leu Ser Leu He Lys feu Pro Gly Gly Ser 
165 170 " 175 

Ala Val Ser Leu Cys Trp Lys Glu Ala Arg Leu Leu Asn Glu Arg Pro 
180 " 185 19G 

Ser Pro Xaa Glu lys Gly Leu Arg Phe Val Gly Gly Val Trp Arg Val 
195 200 205 

Asp Ala Thr Val Leu His Pro lie He Ala Ser Gly His He Pro Val 
210 215 220 

He Ala Thr Val 31y Ala Asp Glu Thr Gly Gin Ala Tyr Asn He Asn 
225 230 235 240 

Ala Asp Thr Ala Ala Gly Glu He Ala Ala Ala Val Gly Ala Glu Lys 
245 250 255 

Leu Leu Leu Leu Thr Asp Val Ser Gly He Leu Ala Asp Arg Asn Asp 
260 265 270 

Pro Gly Ser Leu Val Lys Glu He Asp He Ala Gly Val Arc Gin Met 
275 280 285 

Val Ala Asp Gly Gin Val Ala Gly Gly Met He Pro Lys Vai Glu Cys 
290 295 300 

Cys Val Arg Ala Leu Ala Gin Gly Val His Thr Ala Ser He He Asp 
305 310 315 320 

Gly Arg Val Pro -iis Ser Leu Leu Leu Glu lie Leu Thr Asc Glu Gly 
225 330 " 335 

Thr Gly Thr Met lie Thr Gly 
340 

<210> 5 
<211> 1204 
<212> DNA 
<213> Glycine max 

<400> 5 

gcacgagatg atggcaggtg cagccaaaac cctaaccaat ctttgcccct ctttcccatt 60 

cccaaccaaa ccccaaaacc aactcaccac tagccacgct rtcccttcca cccgcctccg 120 

ccaccgcgcc attt-ccgcgg tggcgaacgc ggcgcaaccr ccactcgccg ccgccactgc 180 

caccgagggt caguaccgag tcgatgtgct ctcggagtcg ctccccttca zccagaaatt 240 

ccgcggcaaa accarcgtcg tcaagtacgg cggcgccgcc acgaagtccc cggagctcca 300 

ggcccccgtg atcaacgacc. trgtcctcct ctcctgcgrc ggcctccgcc ccgtcctggt 360 

ccacggcggc ggccccgaga tcaactcctg gctcggccgc ctcaacatcc ccgccgtctt 4 20 

ccgcgacggc ctccg-gtca. ccgacgccga caccatggag atcgtctcca rggtcctcgt 4 80 

cggaaaagtc aacaaaaccc: xagtttctct aattaacaaa gccggcgcca ccgccgtcgg 54 0 

4 
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cctcrctggc atggacggcc gcctcc.cac cgcccgcccc gctcccaagc ecgccgacct 600 

cggctacgtc ggcgaggtcg cacgcgtcga tcccgccgrc ctccgctccc uaatcgacac 660 

cagccacatc cccgtcgtca cctccgtcgc cgccgatgaa tccggacagc rctacaacat 720 

caacgccgac accgrcgccg gagaatrggc agcgtcgc— ggcgcggaga agctgattct 780 

gctgaccgat gtggcgggaa ttctggaaga tcggaacgac cctgacagcr uggtgaagaa 840 

gattgacata aaaggagtiga agaaaaigac ggaagatgga aaagttggtc g-ggaatgat 900 

acctaaggtt aattcrtgcg ttaggrcctt ggcgcaaggg gttattacag egagtattat 960 

tgatggtagg gttccgcatt ctttgttgct tgagatttug actgatgaag gcgctggaac 1020 

tatgataact ggataagxtt atttarrtat ggtgtttgga ttttttcttt zcaatcaagc 1080 

cttgagttga ggttgcattg cagcacttgt tttgttagag"~attggtgatt rtttttaagt 1140 

gcgtgtaatg tgagagatgg ttgaattgaa ttgaatgtr. cagaaaaaaa aaaaaaaaaa 1200 

aaaa , 1204 

<210> 6 

<211> 342 

<212> PRT 

<213> Glycine ir.ax 

<400> 6 

Met Met Ala Gly Ala Ala Lys Thr Leu Thr Asr. Leu Cys Pre Ser Phe 
1 5 10 15 

Pro Phe Pro Thr Lys Pro Gin Asn Gin Leu Thr Thr Ser His Ala Phe 
20 25 30 

Pro Ser Thr Arg Leu Arg His Arg Ala lie Ser Ala Val Ala Asn Ala 
35 40 45 

Ala Gin Pro Pro Leu Ala Ala Ala Thr Ala Thr Glu Gly Gin Tyr Arg 
50 55 60 

Val Asp Val Leu Ser Glu Ser Leu Pro Phe lie Gin Lys Phe Arg Gly 
65 70 75 80 

Lys Thr lie Val Val Lys Tyr Gly Gly Ala Ala Met Lys Ser Pro Glu 
85 90 95 

Leu Gin Ala Ser Val lie Asn Asp Leu Val Leu Leu Ser Cvs Val Gly 
10C 105 110 

Leu Arg Pro Val Leu Val His Gly Gly Gly Pre Glu He Asr. Ser Trp 
115 120 125 

Leu Gly Arg Leu Asn lie Pro Ala Val Phe Arr Asp Gly Leu Arg Val 
130 135 " 140 

Thr Asp Ala Asp Thr Met Glu He Val Ser Me~ Val Leu Val Gly Lys 
145 150 155 160 

Val Asn Lys Thr Leu Val Ser Leu He Asn Lys Ala Gly Ala Thr Ala 
165 170 175 

Val Gly Leu Ser Gly Met Asp Gly Arg Leu Leu Thr Ala Arg Pro Ala 
180 185 190 

Pro Lys Ala Ala Asp Leu Gly Tyr Val Gly Glu Val Ala Arc Val Asp 
195 200 205 

Pro Ala Val Leu Arg Ser Leu He Asp Thr Ser His He Pro Val Val 
210 215 220 



5 
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Thr Ser Val Ala Ala Asp Glu Ser Gly Gin Pro Tyr Asn lie Asn Ala 

225 230 235 240 

Asd Thr Val Ala Gly Glu Leu Ala Ala Ser Leu Gly Ala Glu Lys Leu 
245 250 255 

lie Leu Leu Thr Asp Val Ala Glv lie Leu Glu Asp Arg Asn Asd Pro 
26G * 265 270 

Asp Ser Leu Val Lys Lys lie Asp lie Lys Gly Val Lys Lys Met Met 
275 28*0 285 

Glu Asp Gly Lys Val Gly Gly Gly Met lie Pro Lys Val Asn. Cys Cys 

290 295 300 



Val Arg Ser Leu Ala Gin Gly Val lie Thr Ala Ser He He Asp Gly 
305 310 315 320 

Arg Val Pro His Ser Leu Leu Leu Glu He Leu Thr Asp Glu Gly Ala 
325 330 335 

Gly Thr Met lie Thr' Gly 
340 



<210> 7 

<211> 1246 

<212> DNA 

<213> Triticuir aestivum 
<220> 

<221> unsure 

<222> (492) . . (542) 



<400> 7 

gcacgaggtc 

caatgctcct 

ctaacctaaa 

ggctccgcgt 

tgaaccgcgt 

cggtggtggt 

tccgcgacct 

gcccggagat 

tccgcgtcac 

nnaagcagct 

aggacgggcg 

gcgaggtcac 

cggtcatcgc 

ctgcggcggg 

tgtc'cggcat 

ccggcgtacg 

ggtgctgcgt 

tcccgcactc 

gctgaaactt 

gttggatggt 

aggagtggtg 



taggcaagca 
aaccaagccc 
ggccccccgc 
ctccgcctcc 
ggacgrcctg 
caagracggc 
ggtccrcctc 
caaczcctgg 
gnnnrmnnnn 
cttatcccta 
catcciaacg 
gagaaaaaac 
caccgtggct 
ggagarcgcg 
actcgcggac 
gcgcarggtg 
gcgcgcgctg 
tCTic—gctc 
gttrgtttgt 
tttccatccc 
aaagattgca 



acccggcggc 
caccccgccc 
gtcaggcccc 
tcctcctccc 
tcggaggcgc 
ggcgcggcca 
tcctgcgtcg 
ctgcagcgcg 
nnnnnnnnnn 
atcaggcctg 
gagcgcccct 
ccctctgtgc 
gccgacgaga 
gctgccattg 
cgggatgacc 
gccgagggca 
gcgcagggcg 
gaaatcctca 
tg.ttgttttt 
tcatttgtgt 
gctttaagca 



gcgaacacca 
tcaccctccc 
tcgcctcctc 
tggcgccagc 
tccccttcar 
tgaagtcgcc 
gcctgcgccc 
tcggggtcta 
nnnnnnnnnn 
cggggaccac 
ccccagacgc 
tccacccgat: 
ccgggcaagc 
gcgccgagaa 
ccgggagccc 
aggtgggtgg 
tgcacacggc 
ccgacgaggg 
ttcttttctr 
taaatgtgtt 
aaaaaaaaaa 



agtccccccg 
ctccgcatcc 
cgcgccccat 
gcaggccgcg 
ccagcggttc 
ggagctgcag 
cgtgctcgtg 
gccgcagttc 
nnnnnnnnnn 
agcagttggc 
cgcagccctc 
catcgcctcc 
ctataacatc 
gctgttgctg 
ggtgaaggag 
gggcatgata 
cagcatcatt 
caccggcacc 
ttttggttca 
ttcgattcga 
aaaaaa 



gcggccgcag 
ctcccaaatc 
ggacgccgcg 
-ccgcggcgc 
aagggcaaga 
gcgtcggtga 
cacggcggcg 
cgcaacggpc 
nnnnnnnnnn 
ctctgcagaa 
gggttcgtcg 
agccacatcc 
aacgctgaca 
atcactgacg 
actgacatcg 
cccaaggtgg 
gacggccgcg 
argatcaccg 
cattctttgg 
atcctgaaca 



60 
120 
180 
240 
300 
360 
420 
480 
540 . 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1246 



<210> 
<211> 



8 

340 
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<212> PRT 

<213> Triticum aestivum 
<220> 

<221> UNSURE 

<222> (133) 

<220> 

<221> UNSURE 

<222> (144) . . (160) . 
<400> 8 

Met Leu Leu Thr Lys Pro His Pro Ala Leu Thr Leu Pro Ser Ala Ser 
1 5 10 15 

Leu Pro Asn Pro Asn Leu Lys Ala Ala Arg Val Arg Pro Leu Ala Ser 
20 25 30 

Ser Ala Pro His Gly Arg Arg Gly Leu Arg Val Ser Ala Ser. Ser Ser 
35 40 45 

Ser Leu Ala Pro Ala Gin Ala Ala Ser Ala Ala Leu Asn Arg Val Asp 
50 55 60 

Val Leu Ser Glu Ala Leu Pro Phe lie Gin Arg Phe Lys Gly Lys Thr 
65 70 75 " 80 

Val Val Val Lys Tyr Gly Gly Ala Ala Met Lys Ser Pro Glu Leu Gin 
85 90 95 

Ala Ser Val lie Arg Asp Leu Val Leu Leu Ser Cys Val Gly Leu Arg 
100 r 105 110 

Pro Val Leu Val His Gly Gly Gly Pro Glu lie Asn Ser Trp Leu Glh 
115 120 125 

Arg Val Gly Val Xaa Pro Gin Phe Arg Asn Gly Leu Arg Val Thr Xaa 
130 135 140 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
145 . 150' 155 160 

Lys Gin Leu Leu Ser . Leu lie Arg Pro Ala Gly Thr Thr Ala Val Gly 
165 170 " 175 

Leu Cys Arg Lys Asp Gly Arg lie Leu Thr Glu Arg Pro Ser Pro Asp 
180 185 190 

Ala Ala Ala Leu Gly Phe Val Gly Glu Val Thr Arg Lys Asn Pro Ser 
195 200 205 

Val Leu His Pre lie He Ala Ser Ser His He Pro Val He Ala Thr 
210 215 220 

Val Ala Ala Asp Glu Thr Gly Gin Ala Tyr Asr. He Asn Ala Asp Thr 
225 " 230 235 240 

Ala Ala Gly Glu He Ala Ala Ala He Gly Ala Glu Lys Leu Leu Leu 
245 250 255 
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lie Thr Asp Val Ser Gly He Lea Ala Asp Arg Asp Asp Pro Gly Ser 
260 265 270 

Leu Val Lys Glu He Asp He Ala Gly Val Arg Arg Met Val Ala Glu 
275 280 285 

Gly Lys Val Gly Gly Gly Met He Pro Lys Val Gly Cys Cys Val Arg 
290 295 300 

Ala Leu Ala Gin Gly Val His Thr Ala Ser iTe He Asp Gly Arg Val 
305 310 315 320 

Pro His Ser Leu Leu Leu Glu lie Leu Thr Asp Glu Gly Thr Gly Thr 
325 330 335 

Met lie Thr Gly 
340 

<210> 9 
<211> 439 
<212> DNA 

<213> Triticum aestivum 
<400> 9 

gcacgaggtg agattgccgc tgcggtgggc gccgagaaat tgctactgct cacagatgtg 60 
tctgggatac tggcggaccg taatgaccct ggcagcctgg tgaaggagat tgacatcgct 120 
ggggtgcggc agatggtatc cggtgggcag gttgctggtg gaatgatccc aaaggtggag 180 
tgctgcgtga gagccctcgc ccagggtgtg cacactgcaa gcatcatcga tgggcgtgtc 24 0 
ccgcactcgc tgttgctcga gattctcaca gatgagggca ctggcacaat gatcaccggc 300 
taaggtgtaa aatgcctcct tggtacttcc ttatgccttt ctgttcatac . tgccaatctg 360 
ccatgtaatt tatgccaatg tagcctcacc tcatgattgc aataagagta ccttcctgac 420 
aaaaaaaaaa aaaaaaaaa 439 

<210> 10 

<211> 100 

<212> PRT 

<213> Triticum aestivum 

<400> 10 

Ala Arg Gly Glu He Ala Ala Ala Val Gly Ala Glu Lys Leu Leu Leu 
1 5 10 15 

Leu Thr Asp Val Ser Gly He Leu Ala Asp Arg Asn Asp Pro Gly Ser 
20 25 30 " 

Leu Val Lys Glu He Asp He Ala Gly Val Arg Gin Met Val Ser Gly 
35 40 45 

Gly Gin Val Ala Gly Gly Met He Pro Lys Val Glu Cys Cys Val Arg 
. 50 55 60 

Ala Leu Ala Gin Gly Val His Thr Ala Ser He He Asp Gly Arg Val 
65 70 75 80 

Pro His Ser Leu Leu Leu Glu He Leu Thr Asp Glu Gly Thr Gly Thr 
85 90 95 

Met He Thr Gly 

ioo- 
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<210> 11 
<211> 297 
<212> PRT 

<213> Synechocystis sp. 
<400> 11 

Met Ser Ser Thr Gin Asp Tyr lie Gly Glu Giu Ala Ala Thr Arg Val 
15 10 15 

Lys lie Leu Ser Glu Ala Leu Pro Tyr lie Gin His Phe Ala Gly Arg 
20 25 3G 

Thr Val Val Val Lys Tyr Gly Gly Ala Ala Met Lys Asp Ser Asn Leu 
35 40 45 

Lys Asp Lys Val He Arg Asp lie Val Phe Met Ala Ser Val Gly He 
50 55 60 

Arg Pro Val Val Val His . Gly Gly Gly Pro Glu He Asn Thr Trp Leu 
65 70 75 80 

Asp Lys Val Gly lie Glu Pro Gin Phe Lys Asp Gly Leu Arc Val Thr 
85 90 " 95 

Asp Ala Ala Thr Met Asp He Val Glu Met Val Leu Val Gly Arg Val 
100 105 110 

Asn Lys Glu Leu Val Asn Leu He Asn Gin Ala Gly Gly Lys Ala Val 
115 120 125 

Gly Leu Cys Gly Lys Asp Gly Gin Leu Met Thr Ala Arg Thr Met Thr 
130 135 140 

Asn Lys Asp Val Gly Phe Val Gly Glu Val Ser Ser Val Asp Ala Arg 
145 150 155 160 

Val Val Glu Thr Leu Val Lys Ser Gly Tyr He Pro Val He Ser Ser 
165 170 175 

Val Ala Ala Asd Glu Phe Gly Gin Ala His Asn lie Asn Ala Asp Thr 
180 185 19C 

Cys Ala Gly Glu Leu Ala Ala Ala Leu Gly Ala Glu Lys Leu He Leu 
195 200 205 

Leu Thr Asp Thr Arg Gly He Leu Arg' Asp Tyr Lys Asp Pre Ser Thr 
210 215 220 

Leu lie His Lys Leu. Asp He Gin Gin Ala Arg Glu Leu lie Gly Ser 
225 230 235 240 

Gly lie Val Ala Gly Gly Met He Pro Lys Val Thr Cys Cys Val Arg 
245 250 255 

Ser Leu Ala Gin Gly Val Arg Ala Ala His He Leu Asp Gly Arg Leu 
260 265 27C 

Pro His Ala Leu Leu- Leu Glu Val Phe Thr Asp Leu Gly lie Gly Ser. 
275 280 285 
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Met lie Val Ala Ser Gly Tyr As? Leu 
290 295 

<210> 12 
<211> 345 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: CONSENSUS 
<400> 12 

Met Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
20 25 30 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
35 40 45 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Ala Xaa Ala Xaa Xaa Xaa 
50 55 60 

Xaa Xaa Arg Val Asp Val Leu Ser Glu Xaa Leu Pro Phe lie Gin Xaa 
65 70 75 80 

Phe Xaa Gly Lys Thr Xaa Val Val Lys Tyr Gly Gly Ala Ala Met Lys 
85 90 95 

Ser Pro Glu Leu Gin Ala Ser Val lie Xaa Asp Leu Val Leu Leu Ser 
100 105 110 

Cys Val Gly Leu Xaa Pro Val Leu Val His Gly Gly Gly Pro Glu lie 
115 120 125 

Asn Ser Trp Leu Xaa Arg Xaa Xaa Xaa Xaa Xaa Xaa Phe Arg Xaa Gly 
130 135 140 

Leu Arg Val Thr Asp Ala Xaa Xaa Met Glu Xaa Val Xaa Met Val Leu 
145 150 155 160 

Val Xaa Lys Val Asn Lys Xaa Leu Xaa Ser Leu lie Xaa Xaa Xaa Gly 
165 170 175 

r 

Xaa Xaa Ala Xaa Xaa Leu Xaa Xaa Xaa Xaa Xaa Arg Leu Xaa Xaa Xaa 
180 185 190 

Arg Pro Xaa Pro Xaa Xaa Xaa Xaa Leu Xaa Xaa Val Gly Xaa Val Xaa 
195 200 205 

Arg Xaa Xaa Xaa Xaa Val Leu Xaa Xaa Xaa lie Xaa Xaa Xaa His lie 
210 - 215 220 

Pro Val Xaa Xaa Xaa Val Xaa Ala Asp Glu Xaa Gly Gin Xaa Tyr Asn 
225 * 230 235 240 

lie Asn Ala Asp Thr Xaa Ala Gly Glu Xaa Ala Ala Xaa Xaa Gly Ala 
245 250 255 
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Glu Vys Leu Xaa Leu Xaa Thr Asp Val Xaa Gly lie Leu Xaa Asp Arg 
260 265 270 

Xaa Asp ^ro Xaa Ser Leu Val Lys Xaa Xaa Asp lie Xaa Gly Val Arg 
2\5 |V 280 285 

Xaa Met Xaa\x£a\Xaa Gly Xaa Val Xaa Gly Gly Met lie Pro Lys Val 
290 V 295 300 

Xaa Cys Cys Val Xaa Xaa Leu Ala Gin Gly -Va3 Xaa Thr Ala Ser lie 
305 \ 310 315 320 

Leu Asp Gly Arg Va\l Pro .His Ser Leu Leu Leu Glu lie Leu Thr Asp 
325v 330 335 



Glu Gly Xaa Gly Thr Met lie Thr Gly 
340 \ 345 
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